Protein domains, sample details, cancer type, gene partners, as well as genomic and amino acid sequence are indicated for each predicted kinase fusion proteins. In addition, the protein coordinates of the fusion breakpoints and the total amino acid length of the fusion protein are noted under each protein structure. The protein tyrosine kinase domains are colored in purple, the transmembrane domains (TM) are indicated in teal, coiled-coil (CC) dimerization domains are indicated in yellow, whereas other domains are left in white. Fusion breakpoints are delineated by red arrows.
Supplementary Figure 6: RAF1 fusions
Protein domains, sample details, cancer type, gene partners, as well as genomic and amino acid sequence are indicated for each predicted kinase fusion proteins. In addition, the protein coordinates of the fusion breakpoints and the total amino acid length of the fusion protein are noted under each protein structure. The protein tyrosine kinase domains are colored in purple, the transmembrane domains (TM) are indicated in teal, coiled-coil (CC) dimerization domains are indicated in yellow, whereas other domains are left in white. Fusion breakpoints are delineated by red arrows.
Supplementary Figure 7: FGFR3 fusions
Supplementary Figure 8: NTRK2 fusions
Protein domains, sample details, cancer type, gene partners, as well as genomic and amino acid sequence are indicated for each predicted kinase fusion proteins. In addition, the protein coordinates of the fusion breakpoints and the total amino acid length of the fusion protein are noted under each protein structure. The protein tyrosine kinase domains are colored in purple, the transmembrane domains (TM) are indicated in teal, coiled-coil (CC) dimerization domains are indicated in yellow, whereas other domains are left in white. Fusion breakpoints are delineated by red arrows. Sequencing reads mapping to TBL1XR1 (screenshots from the integrative genome viewer) supporting the presence of TBL1XR1-PIK3CA fusions in three TCGA samples. All reads are either chimeric (one end maps to PIK3CA and the other end maps to the partner gene) or split between both genes, with softclipped bases shown.
